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. Phylogenetic tree (a) or alignment of the protein sequence (b) of the extracellular part of MHC class I alleles (exon 2-4) from several species. To identify regions within MHC I that may be involved in Ab binding, protein sequences of the extracellular domain (exon 2-4) of MHC I of the responder (the BNP dam) were compared to protein sequences of the alloimmune response inducing MHC I alleles of MDBK cells and alleles differentially recognized by alloantibodies isolated from the dam. Bovine MHC class I alleles that were recognized are in green and alleles that were not recognized (including self alleles) are in red. MHC class I alleles from species that were or were not recognized are in light green and in light red, respectively. MHC class I alleles grouped according to species rather than on recognition by serum alloantibodies of BNP dam 1 and protein alignments revealed no apparent relation between Ab binding and differences in protein sequence between responder, alloimmune response inducing and differentially recognized MHC class I alleles. (A) The phylogenetic tree was constructed using the Neighbor-Joining method and tree distances were calculated using the number of amino acid differences. (B) All sequences were compared to the first allele and dots represent identities. MHC class I alleles that were differentially recognized by alloantibodies from BNP dam 1 were based on the information from figure 1 and 2. For human, horse and CHO-K1 sequences it was not known which specific alleles were recognized. Horse alleles were selected from the most common classical MHC class I genes 1, 2 and 16 (1). For humans representative alleles of the classical HLA-A, HLA-B and HLA-C gene were selected from the IMGT/HLA Database (http://www.ebi.ac.uk/ipd/imgt/hla/). For CHO-K1 the expressed classical MHC class I alleles were added (2). 
